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<210> 
<211> 
<212> 
<213> 


1 

1032 
DNA 

Homo sapiens 












<400> 1 
atgaaaacca 


tccagccaaa 


aatgcacaat 


tctatctctt 


gggcaatctt 


cacggggctg 


60 


gctgctctgt 


gtctcttcca 


aggagtgccc 


gtgcgcagcg gagatgccac 


cttccccaaa 


120 


gctatggaca 


acgtgacggt 


ccggcagggg 


gagagcgcca 


ccctcaggtg 


cactattgac 


180 


aaccgggtca 


cccgggtggc 


ctggctaaac 


cgcagcacca 


tcctctatgc 


tgggaatgac 


240 


aagtggtgcc 


tggatcctcg 


cgtggtcctt 


ctgagcaaca 


cccaaacgca 


gtacagcatc 


300 


gagatccaga 


acgtggatgt 


gtatgacgag 


ggcccttaca 


cctgctcggt 


gcagacagac 


360 


aaccacccaa 


agacctctag 


ggtccacctc 


attgtgcaag 


tatctcccaa 


aattgtagag 


420 


atttcttcag 


atatctccat 


taatgaaggg 


aacaatatta 


gcctcacctg 


catagcaact 


480 


ggtagaccag 


agcctacggt 


tacttggaga 


cacatctctc 


ccaaagcggt 


tggctttgtg 


540 


agtgaagacg 


aatacttgga 


aattcagggc 


atcacccggg 


agcagtcagg 


ggactacgag 


600 


tgcagtgcct 


ccaatgacgt 


ggccgcgccc 


gtggtacgga 


gagtaaaggt 


caccgtgaac 


660 


tatccaccat 


acatttcaga 


agccaagggt 


acaggtgtcc 


ccgtgggaca 


aaaggggaca 


720 


ctgcagtgtg 


aagcctcagc 


agtcccctca 


gcagaattcc 


agtggtacaa 


ggatgacaaa 


780 


agactgattg 


aaggaaagaa 


aggggtgaaa 


gtggaaaaca 


gacctttcct 


ctcaaaactc 


840 



atcttcttca atgtctctga acatgactat gggaactaca cttgcgtggc ctccaacaag 900 

ctgggccaca ccaatgccag catcatgcta tttggtccag gcgccgtcag cgaggtgagc 960 

aacggcacgt cgaggagggc aggctgcgtc tggctgctgc ctcttctggt cttgcacctg 102 0 

cttctcaaat tt 103 2 

<210> 2 

<211> 1693 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> mis cofeature 

<22 3> Clone OC001 derived from human brain 
<220> 

<221> CDS 

<222> (130) . . (1161) 
<220> 

<221> sig_peptide 

<222> (130) . . (213) 

<220> 

<221> mat_peptide 
<222> (214) . . () 

<400> 2 

gtccttcagc aaaacagtgg atttaaatct ccttgcacaa gcttgagagc aacacaatct 60 

atcaggaaag aaagaaagaa aaaaaaccga acctgacaaa aaagaagaaa aagaagaaga 120 

aaaaaaatc atg aaa acc ate cag cca aaa atg cac aat tct ate tct tgg 171 
Met Lys Thr He Gin Pro Lys Met His Asn Ser He Ser Trp 
-25 -20 -15 

gca ate ttc acg ggg ctg get get ctg tgt etc ttc caa gga gtg ccc 219 
Ala He Phe Thr Gly Leu Ala Ala Leu Cys Leu Phe Gin Gly Val Pro 
-10 -5 -i i 

gtg cgc age gga gat gee acc ttc ccc aaa get atg gac aac gtg acg 267 
Val Arg Ser Gly Asp Ala Thr Phe Pro Lys Ala Met Asp Asn Val Thr 
5 10 15 



gtc egg cag ggg gag age gee acc etc agg tgc act att gac aac egg 
Val Arg Gin Gly Glu Ser Ala Thr Leu Arg Cys Thr He Asp Asn Arg 
20 25 30 



315 



gtc acc egg gtg gee tgg eta aac cgc age acc ate etc tat get ggg 363 
Val Thr Arg Val Ala Trp Leu Asn Arg Ser Thr He Leu Tyr Ala Gly 
35 40 45 * 50 



2 



aat gac aag tgg tgc ctg gat cct cgc gtg gtc ctt ctg age aac acc 411 
Asn Asp Lys Trp Cys Leu Asp Pro Arg Val Val Leu Leu Ser Asn Thr 
55 60 65 

caa acg cag tac age ate gag ate cag aac gtg gat gtg tat gac gag 459 
Gin Thr Gin Tyr Ser lie Glu lie Gin Asn Val Asp Val Tyr Asp Glu 
70 75 80 

ggc cct tac acc tgc teg gtg cag aca gac aac cac cca aag acc tct 507 
Gly Pro Tyr Thr Cys Ser Val Gin Thr Asp Asn His Pro Lys Thr Ser 
85 90 95 

a 99 9 tc cac ctc att 9 fc 9 caa 9 ta tct ccc aaa att 9 ta 9 a 9 att tct 555 
Arg Val His Leu lie Val Gin Val Ser Pro Lys lie Val Glu lie Ser 
100 105 110 

tea gat ate tec att aat gaa ggg aac aat att age ctc acc tgc ata 603 
Ser Asp lie Ser lie Asn Glu Gly Asn Asn lie Ser Leu Thr Cys lie 
115 120 125 130 

gca act ggt aga cca gag cct acg gtt act tgg aga cac ate tct ccc 651 
Ala Thr Gly Arg Pro Glu Pro Thr Val Thr Trp Arg His lie Ser Pro 
135 140 145 

aaa gcg gtt ggc ttt gtg agt gaa gac gaa tac ttg gaa att cag ggc 699 
Lys Ala Val Gly Phe Val Ser Glu Asp Glu Tyr Leu Glu He Gin Gly 
150 155 160 

ate acc egg gag cag tea ggg gac tac gag tgc agt gee tec aat gac 747 
He Thr Arg Glu Gin Ser Gly Asp Tyr Glu Cys Ser Ala Ser Asn Asp 
165 170 175 

gtg gee gcg ccc gtg gta egg aga gta aag gtc. acc gtg aac tat cca 7 95 

Val Ala Ala Pro Val Val Arg Arg Val Lys Val Thr Val Asn Tyr Pro 
180 185 190 

cca tac att tea gaa gec aag ggt aca ggt gtc ccc gtg gga caa aag 843 
Pro Tyr He Ser Glu Ala Lys Gly Thr Gly Val Pro Val Gly Gin Lys 
195 200 205 210 

ggg aca ctg cag tgt gaa gec tea gca gtc ccc tea gca gaa ttc cag 8 91 

Gly Thr Leu Gin Cys Glu Ala Ser Ala Val Pro Ser Ala Glu Phe Gin 
215 220 225 

tgg tac aag gat gac aaa aga ctg att gaa gga aag aaa ggg gtg aaa 93 9 

Trp Tyr Lys Asp Asp Lys Arg Leu He Glu Gly Lys Lys Gly Val Lys 
230 235 240 

gtg gaa aac aga cct ttc ctc tea aaa ctc ate ttc ttc aat gtc tct 987 
Val Glu Asn Arg Pro Phe Leu Ser Lys Leu He Phe Phe Asn Val Ser 
245 250 255 

gaa cat gac tat ggg aac tac act tgc gtg gee tec aac aag ctg ggc 103 5 

Glu His Asp Tyr Gly Asn Tyr Thr Cys Val Ala Ser Asn Lys Leu Gly 



260 265 270 

cac acc aat gcc age ate atg eta ttt ggt cca ggc gee gtc age gag 1083 
His Thr Asn Ala Ser lie Met Leu Phe Gly Pro Gly Ala Val Ser Glu 
275 280 285 290 

gtg age aac ggc acg teg agg agg gca ggc tgc gtc tgg ctg ctg cct 1131 
Val Ser Asn Gly Thr Ser Arg Arg Ala Gly Cys Val Trp Leu Leu Pro 
295 300 305 

ctt ctg gtc ttg cac ctg ctt etc aaa ttt tgatgtgagt gccacttccc 1181 
Leu Leu Val Leu His Leu Leu Leu Lys Phe 
310 315 



cacccgggaa 


aggctgccgc 


caccaccacc 


accaacacaa 


cagcaatggc 


aacaccgaca 


1241 


gcaaccaatc 


agatatatac 


aaatgaaatt 


agaagaaaca 


cagcctcatg 


ggacagaaat 


1301 


ttgagggagg 


ggaacaaaga 


atactttggg 


gggaaaaaag 


ttttaaaaaa 


gaaattgaaa 


1361 


attgecttge 


agatatttag 


gtacaatgga 


gttttctttt 


cccaaacggg 


aagaacacag 


1421 


cacacccggc 


ttggacccac 


tgcaagctgc 


ategtgeaac 


ctctttggtg 


ccagtgtggg 


1481 


caagggctca 


gcctctctgc 


ccacagagtg 


cccccacgtg 


gaacattctg 


gagctggeca 


1541 


tcccaaattc 


aatcagtcca 


tagagacgaa 


cagaatgaga 


ccttccggcc 


caagcgtggc 


1601 


getgegggea 


ctttggtaga 


ctgtgccacc 


acggcgtgtg 


ttgtgaaacg 


tgaaataaaa 


1661 


agagcaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aa 






1693 



<210> 3 

<211> 344 

<212> PRT 

<213> Homo sapiens 

<220> 

<2 2 1 > mi sc_f eature 

<223> Clone OC001 derived from human brain 
<400> 3 

Met Lys Thr lie Gin Pro Lys Met His Asn Ser lie Ser Trp Ala lie 
-25 -20 -15 



Phe Thr Gly Leu Ala Ala Leu Cys Leu Phe Gin Gly Val Pro Val Arg 
-10 -5 -1 1 



Ser Gly Asp Ala Thr Phe Pro Lys Ala Met Asp Asn Val Thr Val Arg 
5 10 15 20 



4 



Gin Gly Glu Ser Ala Thr Leu Arg Cys Thr lie Asp Asn Arg Val Thr 

25 30 35 



Arg Val Ala Trp Leu Asn Arg Ser Thr lie Leu Tyr Ala Gly Asn Asp 
40 45 50 



Lys Trp Cys Leu Asp Pro Arg Val Val Leu Leu Ser Asn Thr Gin Thr 
55 60 65 



Gin Tyr Ser lie Glu lie Gin Asn Val Asp Val Tyr Asp Glu Gly Pro 
70 75 80 



Tyr Thr Cys Ser Val Gin Thr Asp Asn His Pro Lys Thr Ser Arg Val 
85 90 95 100 



His Leu lie Val Gin Val Ser Pro Lys lie Val Glu He Ser Ser Asp 
105 110 115 



He Ser He Asn Glu Gly Asn Asn He Ser Leu Thr Cys He Ala Thr 
120 125 130 



Gly Arg Pro Glu Pro Thr Val Thr Trp Arg His He Ser Pro Lys Ala 
135 140 145 



Val Gly Phe Val Ser Glu Asp Glu Tyr Leu Glu He Gin Gly He Thr 
150 155 160 



Arg Glu Gin Ser Gly Asp Tyr Glu Cys Ser Ala Ser Asn Asp Val Ala 
165 170 175 180 



Ala Pro Val Val Arg Arg Val Lys Val Thr Val Asn Tyr Pro Pro Tyr 
185 190 195 



He Ser Glu Ala Lys Gly Thr Gly Val Pro Val Gly Gin Lys Gly Thr 
200 205 210 



Leu Gin Cys Glu Ala Ser Ala Val Pro Ser Ala Glu Phe Gin Trp Tyr 
215 220 225 



Lys Asp Asp Lys Arg Leu He Glu Gly Lys Lys Gly Val Lys Val Glu 
230 235 240 



5 



i 



Asn Arg Pro Phe Leu Ser Lys Leu lie Phe Phe Asn Val Ser Glu His 
245 250 255 260 



Asp Tyr Gly Asn Tyr Thr Cys Val Ala Ser Asn Lys Leu Gly His Thr 
265 270 275 



Asn Ala Ser He Met Leu Phe Gly Pro Gly Ala Val Ser Glu Val Ser 
280 285 290 



Asn Gly Thr Ser Arg Arg Ala Gly Cys Val Trp Leu Leu Pro Leu Leu 
295 300 305 



Val Leu His Leu Leu Leu Lys Phe 
310 315 



<210> 4 

<211> 313 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Arg Ser Gly Asp Ala Thr Phe Pro Lys Ala Met Asp Asn Val Thr Val 
15 10 15 

Arg Gin Gly Glu Ser Ala Thr Leu Arg Cys Thr He Asp Asn Arg Val 
20 25 30 

Thr Arg Val Ala Trp Leu Asn Arg Ser Thr He Leu Tyr Ala Gly Asn 
35 40 45 

Asp Lys Trp Cys Leu Asp Pro Arg Val Val Leu Leu Ser Asn Thr Gin 
50 55 60 

Thr Gin Tyr Ser He Glu He Gin Asn Val Asp Val Tyr Asp Glu Gly 
65 70 75 80 

Pro Tyr Thr Cys Ser Val Gin Thr Asp Asn His Pro Lys Thr Ser Arg 
85 90 95 

Val His Leu He Val Gin Val Ser Pro Lys He Val Glu He Ser Ser 
100 105 110 

Asp He Ser He Asn Glu Gly Asn Asn He Ser Leu Thr Cys He Ala 
115 120 125 

Thr Gly Arg Pro Glu Pro Thr Val Thr Trp Arg His He Ser Pro Lys 
130 135 140 



6 



Ala Val Gly Phe Val Ser Glu Asp Glu Tyr Leu Glu He Gin Gly He 
145 150 155 160 

Thr Arg Glu Gin Ser Gly Asp Tyr Glu Cys Ser Ala Ser Asn Asp Val 
165 170 175 

Ala Ala Pro Val Val Arg Arg Val Lys Val Thr Val Asn Tyr Pro Pro 
180 185 190 

Tyr He Ser Glu Ala Lys Gly Thr Gly Val Pro Val Gly Gin Lys Gly 
195 200 205 

Thr Leu Gin Cys Glu Ala Ser Ala Val Pro Ser Ala Glu Phe Gin Trp 
210 215 220 

Tyr Lys Asp Asp Lys Arg Leu He Glu Gly Lys Lys Gly Val Lys Val 
225 230 235 240 

Glu Asn Arg Pro Phe Leu Ser Lys Leu He Phe Phe Asn Val Ser Glu 
245 250 255 

His Asp Tyr Gly Asn Tyr Thr Cys Val Ala Ser Asn Lys Leu Gly His 
260 265 270 

Thr Asn Ala Ser He Met Leu Phe Gly Pro Gly Ala Val Ser Glu Val 
275 280 285 

Ser Asn Gly Thr Ser Arg Arg Ala Gly Cys Val Trp Leu Leu Pro Leu 
290 295 300 

Leu Val Leu His Leu Leu Leu Lys Phe 
305 310 

<210> 5 

<211> 939 

<212> DNA 

<213> Homo sapiens 

<400> 5 

cgcagcggag atgccacctt ccccaaagct atggacaacg tgacggtccg gcagggggag 60 

agcgccaccc tcaggtgcac tattgacaac cgggtcaccc gggtggcctg gctaaaccgc 120 

agcaccatcc tctatgctgg gaatgacaag tggtgcctgg atcctcgcgt ggtccttctg 180 

agcaacaccc aaacgcagta cagcatcgag atccagaacg tggatgtgta tgacgagggc 24 0 

ccttacacct gctcggtgca gacagacaac cacccaaaga cctctagggt ccacctcatt 300 

gtgcaagtat ctcccaaaat tgtagagatt tcttcagata tctccattaa tgaagggaac 360 

aatattagcc tcacctgcat agcaactggt agaccagagc ctacggttac ttggagacac 420 

atctctccca aagcggttgg ctttgtgagt gaagacgaat acttggaaat tcagggcatc 480 

7 



acccgggagc 


agtcagggga 


ctacgagtgc 


agtgcctcca 


atcraccrtQcrc 


coccrcc cater 


54 0 


gtacggagag 


taaaggtcac 


cgtgaactat 


ccaccataca 


t ttcagaagc 


caaaaataca 


600 


ggtgtccccg 


tgggacaaaa 


ggggacactg 


cagtgtgaag 


cctcagcagt 


cccct cagca 


660 


gaattccagt 


ggtacaagga 


tgacaaaaga 


ctgattgaag 


qaaaqaaaoq 


Qatoaaaata 


72 0 


gaaaacagac 


ctttcctctc 


aaaactcatc 


ttcttcaatg 


tctctgaaca 


tgactatggg 


780 


aactacactt 


gcgtggcctc 


caacaagctg 


ggccacacca 


atgccagcat 


catgetattt 


840 


ggtccaggcg 


ccgtcagcga 


ggtgagcaac 


ggcacgtcga 


ggagggcagg 


ctgcgtctgg 


900 


ctgctgcctc 


ttctggtctt 


gcacctgctt 


ctcaaat t t 






y 3 y 


<210> 6 

<211> 1434 

<212> DNA 

<213> Homo sapiens 












<400> 6 
atgtttaaat 


ttcatcaaat 


gaaacatatt 


tttgaaatac 


t tcrataaaat" 




0 u 


agaaaacgtt 


ctacagtgtc 


attcttggga 


gttcttgtca 


tttttctcct 


ttttatgaac 


ion 
J. z u 


ttgtacattg 


aagatagcta 


tgttctggaa 


ggagacaaac 


aacttataag 


ggaaacatcc 


1 on 
ItJU 


acacatcaac 


tgaattcaga 


acgctatgtt 


catactttca 


aggatttatc 


taatttctca 


24 0 


ggagccataa 


atgtcaccta 


tcgctaccta 


gctgccacac 


ctttacaaag aaagcggtat 


100 


cttacaattg 


gactttcttc 


agtaaagcga 


aaaaaaggaa 


actatttact 


tgagacaatt 


1 fiO 


aagtcaattt 


ttgagcaatc 


cagctatgaa 


gaqctqaaaa 


aaatttcagt 


ggtgattcac 


4.9 O 


ctagcagact 


ttaattcttc 


ctggcgtgat 


gccatggtcc 


aggatattac 


acagaaattt 


4 r n 


gcgcaccata 


ttattgcagg 


aagattaatg 


gttatacatg 


ctccagagga gtattaccca 




atcctagatg 


gccttaaaag 


aaattacaat 


qatccaqaaq 


atagagtcaa 


atttegttec 


fiO O 
0 u u 


aagcaaaatg 


tagattatac 


ttttctgctt 


aatttttatcr 


ccaatacttc 


agactattat 


DOU 


gtaatgcttg 


aagatgatgt 


tcgatgttca 


aaaaatttct 


taactgccat 


caagaaagtc 


/ZU 


attgcatccc 


tagaaggaac 


ttactgggta 


actcttgaat 


tctctaagct 


tggctacatt 


780 


ggtaaactct 


atcattctca 


tgatctccca 


cgtttggccc 


attttttatt 


aatgttttat 


840 


caagaaatgc 


cttgtgattg 


gctattgact 


catttccgtg 


gtctgttggc 


tcagaaaaat 


900 


gtgatccgtt 


ttaaaccatc 


tctctttcag 


cacatgggct 

Q 


attattcatc 


atacaaaggg 


960 



8 



> 



acggagaata 


agctgaagga 


tgatgatttt 


gaagaggagt 


catttgacat 


tcctaataac 

V- V-* W t* \— GL \-* 


102 0 


ccccctgcaa 


gtctgtacac 


caacatgaat 


gtgtttgaaa 


attatgaagc 


aagcaaggc t 


108 0 


tacagtagtg 


ttgatgagta 


Ct t ttqqqqq 

^ ZD ZJ Z) Z) ZJ 


aaaccacctt 


caacaggaga 


tatttttata 


114 0 


attgtatttg 


aaaatccaat 


tataataaaa 


aaaattaaag taaatactgg 


aacaaaaaa t 

C* C* V-r C*. t* C* CI 1^ 


1 P 0 0 
J. ^ u u 


cggcaaaatg 


atattttgca 


tcatggagcc 


ctagatgttg gggaaaacgt 


tatgcctagc 


1260 


aaacaaaggg 


gacaatgttc 


tacttactta 


agactaggag 


aattcaaaaa 


tggaaacttt 


1320 


gaaatgtcag 


gtgtaaatca 


aaaaattcca 


tttgatatac 


attgtatgag 


gatatatgtc 


1380 


accaaaacac 


aaaaggaatg 


gctaattatt 


aggagtatta 


gcatttggac 


ttct 


1434 



<210> 7 

<211> 2131 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 

<223> Clone OM237 derived from human brain 
<220> 

<221> CDS 

<222> (114) . . (1547) 

<400> 7 

ccagaaagca cagccctgat tctgcgtgag aaaggctatc tctacagaaa ctaaaacggt 60 

atcaacggtt tctgtacagc acagattatg acagcgtctt tcttaagaag aga atg 116 

Met 
1 

ttt aaa ttt cat caa atg aaa cat att ttt gaa ata ctt gat aaa atg 164 
Phe Lys Phe His Gin Met Lys His lie Phe Glu lie Leu Asp Lys Met 
5 10 15 

aga tgc ctg aga aaa cgt tct aca gtg tea ttc ttg gga gtt ctt gtc 212 
Arg Cys Leu Arg Lys Arg Ser Thr Val Ser Phe Leu Gly Val Leu Val 
20 25 30 



att ttt etc ctt ttt atg aac ttg tac att gaa gat age tat gtt ctg 
He Phe Leu Leu Phe Met Asn Leu Tyr He Glu Asp Ser Tyr Val Leu 
35 40 45 



260 



gaa gga gac aaa caa ctt ata agg gaa aca tec aca cat caa ctg aat 3 08 

Glu Gly Asp Lys Gin Leu He Arg Glu Thr Ser Thr His Gin Leu Asn 
50 55 60 65 



9 



tea gaa cgc tat gtt cat act ttc aag gat tta tct aat ttc tea gga 356 
Ser Glu Arg Tyr Val His Thr Phe Lys Asp Leu Ser Asn Phe Ser Gly 
70 75 80 

gec ata aat gtc acc tat cgc tac eta get gee aca cct tta caa aga 404 
Ala lie Asn Val Thr Tyr Arg Tyr Leu Ala Ala Thr Pro Leu Gin Arg 
85 90 95 

aag egg tat ctt aca att gga ctt tct tea gta aag cga aaa aaa gga 452 
Lys Arg Tyr Leu Thr lie Gly Leu Ser Ser Val Lys Arg Lys Lys Gly 
100 105 110 

aac tat tta ctt gag aca att aag tea att ttt gag caa tec age tat 500 
Asn Tyr Leu Leu Glu Thr lie Lys Ser lie Phe Glu Gin Ser Ser Tyr 
115 120 125 

gaa gag ctg aag gaa att tea gtg gtg att cac eta gca gac ttt aat 54 8 

Glu Glu Leu Lys Glu lie Ser Val Val lie His Leu Ala Asp Phe Asn 
130 135 140 145 

tct tec tgg cgt gat gee atg gtc cag gat att aca cag aaa ttt gcg 596 
Ser Ser Trp Arg Asp Ala Met Val Gin Asp lie Thr Gin Lys Phe Ala 
150 155 160 

cac cat att att gca gga aga tta atg gtt ata cat get cca gag gag 644 
His His lie He Ala Gly Arg Leu Met Val He His Ala Pro Glu Glu 
165 170 175 

tat tac cca ate eta gat ggc ctt aaa aga aat tac aat gat cca gaa 692 
Tyr Tyr Pro He Leu Asp Gly Leu Lys Arg Asn Tyr Asn Asp Pro Glu 
180 185 190 

gat aga gtc aaa ttt cgt tec aag caa aat gta gat tat act ttt ctg 740 
Asp Arg Val Lys Phe Arg Ser Lys Gin Asn Val Asp Tyr Thr Phe Leu 
195 200 205 

ctt aat ttt tgt gee aat act tea gac tat tat gta atg ctt gaa gat 788 
Leu Asn Phe Cys Ala Asn Thr Ser Asp Tyr Tyr Val Met Leu Glu Asp 
210 215 220 225 

gat gtt cga tgt tea aaa aat ttc tta act gec ate aag aaa gtc att 836 
Asp Val Arg Cys Ser Lys Asn Phe Leu Thr Ala He Lys Lys Val He 
230 235 ^ 240 

gca tec eta gaa gga act tac tgg gta act ctt gaa ttc tct aag ctt 884 
Ala Ser Leu Glu Gly Thr Tyr Trp Val Thr Leu Glu Phe Ser Lys Leu 
245 250 255 

ggc tac att ggt aaa etc tat cat tct cat gat etc cca cgt ttg gec 932 
Gly Tyr He Gly Lys Leu Tyr His Ser His Asp Leu Pro Arg Leu Ala 
260 265 270 

cat ttt tta tta atg ttt tat caa gaa atg cct tgt gat tgg eta ttg 980 
His Phe Leu Leu Met Phe Tyr Gin Glu Met Pro Cys Asp Trp Leu Leu 
275 280 285 



10 



act cat ttc cgt ggt ctg ttg get cag aaa aat gtg ate cgt ttt aaa 
Thr His Phe Arg Gly Leu Leu Ala Gin Lys Asn Val lie Arg Phe Lys 
290 295 300 ~ 305 



1028 



cca tct etc ttt cag cac atg ggc tat tat tea tea tac aaa ggg acg 1076 
Pro Ser Leu Phe Gin His Met Gly Tyr Tyr Ser Ser Tyr Lys Gly Thr 
310 315 ' 320 



gag aat aag ctg aag gat gat gat ttt gaa gag gag tea ttt gac att 1124 
Glu Asn Lys Leu Lys Asp Asp Asp Phe Glu Glu Glu Ser Phe Asp lie 
325 330 335 

cct gat aac ccc cct gca agt ctg tac ace aac atg aat gtg ttt gaa 1172 
Pro Asp Asn Pro Pro Ala Ser Leu Tyr Thr Asn Met Asn Val Phe Glu 
340 345 350 



aat tat gaa gca age aag get tac agt agt gtt gat gag tac ttt tgg 1220 
Asn Tyr Glu Ala Ser Lys Ala Tyr Ser Ser Val Asp Glu Tyr Phe Trp 
355 360 365 

ggg aaa cca cct tea aca gga gat gtt ttt gtg att gta ttt gaa aat 1268 
Gly Lys Pro Pro Ser Thr Gly Asp Val Phe Val lie Val Phe Glu Asn 
370 375 380 385 

cca att ata ata aaa aaa att aaa gta aat act gga aca gaa gat egg 1316 
Pro lie lie lie Lys Lys lie Lys Val Asn Thr Gly Thr Glu Asp Arg 
390 395 400 

caa aat gat att ttg cat cat gga gee eta gat gtt ggg gaa aac gtt 1364 
Gin Asn Asp lie Leu His His Gly Ala Leu Asp Val Gly Glu Asn Val 
405 410 * 415 

atg cct age aaa caa agg gga caa tgt tct act tac tta aga eta gga 1412 
Met Pro Ser Lys Gin Arg Gly Gin Cys Ser Thr Tyr Leu Arg Leu Gly 
420 425 430 

gaa ttc aaa aat gga aac ttt gaa atg tea ggt gta aat caa aaa att 1460 
Glu Phe Lys Asn Gly Asn Phe Glu Met Ser Gly Val Asn Gin Lys lie 
435 440 445 

cca ttt gat ata cat tgt atg agg ata tat gtc acc aaa aca caa aag 1508 
Pro Phe Asp lie His Cys Met Arg lie Tyr Val Thr Lys Thr Gin Lys 
450 455 460 4£5 

gaa tgg eta att att agg agt att age att tgg act tct tagecaatta 1557 
Glu Trp Leu lie lie Arg Ser lie Ser lie Trp Thr Ser 
470 475 

aatcagtatg ttcagtttct gaagcagttc ttcctgcttc gtcttttget acctttgtct 1617 

tttggaggga aagcaatgga tgggatatgt taaaagaaac attaattaca ttggcagttt 1677 

tcatttatac attgttgaca taattttact cttaatacac acttgtattt attttaacgt 1737 
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ctgaagttga 


atatcagtct 


atagctaatg 


ctactttcat 


ttatattttt 


aaatgttctt 


1797 


agttttaaaa 


tttcaactga 


ttgtcgaaag 


ggtaatatga 


aagattttaa 


atgaaaaaaa 


1857 


tttgttggat 


gatgattttt 


gaaaaatagt 


caccaactgt 


atatacttcc 


tcaagaactg 


1917 


ataattcatt 


atatcatcag 


atagctttta 


ttaagcatct 


gtgggaatat 


acagttgggt 


1977 


ggaatgataa 


tctggtttat 


tttttctgta 


aacttaagtt 


tccgttgact 


tctgtacatc 


2037 


tacaatgaat 


acctcctcat 


agaagtggtg 


tctttacata 


attttttgtg 


taggtgacac 


2097 


tatggaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaaa 






2131 



<210> 8 

<211> 478 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<22 3> Clone OM2 3 7 derived from human brain 

<400> 8 

Met Phe Lys Phe His Gin Met Lys His He Phe Glu He Leu Asp Lys 
1 5 10 15 



Met Arg Cys Leu Arg Lys Arg Ser Thr Val Ser Phe Leu Gly Val Leu 
20 25 30 



Val He Phe Leu Leu Phe Met Asn Leu Tyr He Glu Asp Ser Tyr Val 
35 40 45 



Leu Glu Gly Asp Lys Gin Leu He Arg Glu Thr Ser Thr His Gin Leu 
50 55 60 



Asn Ser Glu Arg Tyr Val His Thr Phe Lys Asp Leu Ser Asn Phe Ser 
65 70 75 80 



Gly Ala He Asn Val Thr Tyr Arg Tyr Leu Ala Ala Thr Pro Leu Gin 
85 90 95 



Arg Lys Arg Tyr Leu Thr He Gly Leu Ser Ser Val Lys Arg Lys Lys 
100 105 110 



Gly Asn Tyr Leu Leu Glu Thr He Lys Ser He Phe Glu Gin Ser Ser 
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115 



120 



125 



Tyr Glu Glu Leu Lys Glu lie Ser Val Val lie His Leu Ala Asp Phe 
130 135 140 



Asn Ser Ser Trp Arg Asp Ala Met Val Gin Asp lie Thr Gin Lys Phe 
145 150 155 160 



Ala His His lie lie Ala Gly Arg Leu Met Val lie His Ala Pro Glu 
165 170 175 



Glu Tyr Tyr Pro lie Leu Asp Gly Leu Lys Arg Asn Tyr Asn Asp Pro 
180 185 190 



Glu Asp Arg Val Lys Phe Arg Ser Lys Gin Asn Val Asp Tyr Thr Phe 
195 200 205 



Leu Leu Asn Phe Cys Ala Asn Thr Ser Asp Tyr Tyr Val Met Leu Glu 
210 215 220 



Asp Asp Val Arg Cys Ser Lys Asn Phe Leu Thr Ala lie Lys Lys Val 
225 230 235 240 



lie Ala Ser Leu Glu Gly Thr Tyr Trp Val Thr Leu Glu Phe Ser Lys 
245 250 255 



Leu Gly Tyr lie Gly Lys Leu Tyr His Ser His Asp Leu Pro Arg Leu 
260 265 270 



Ala His Phe Leu Leu Met Phe Tyr Gin Glu Met Pro Cys Asp Trp Leu 
275 280 285 



Leu Thr His Phe Arg Gly Leu Leu Ala Gin Lys Asn Val He Arg Phe 
290 295 300 



Lys Pro Ser Leu Phe Gin His Met Gly Tyr Tyr Ser Ser Tyr Lys Gly 
305 310 315 320 



Thr Glu Asn Lys Leu Lys Asp Asp Asp Phe Glu Glu Glu Ser Phe Asp 
325 330 335 
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t 



lie Pro Asp Asn Pro Pro Ala Ser Leu Tyr Thr Asn Met Asn Val Phe 
340 345 350 



Glu Asn Tyr Glu Ala Ser Lys Ala Tyr Ser Ser Val Asp Glu Tyr Phe 
355 360 365 



Trp Gly Lys Pro Pro Ser Thr Gly Asp Val Phe Val lie Val Phe Glu 
370 375 380 



Asn Pro lie lie lie Lys Lys lie Lys Val Asn Thr Gly Thr Glu Asp 
385 390 395 400 



Arg Gin Asn Asp lie Leu His His Gly Ala Leu Asp Val Gly Glu Asn 
405 410 415 



Val Met Pro Ser Lys Gin Arg Gly Gin Cys Ser Thr Tyr Leu Arg Leu 
420 425 430 



Gly Glu Phe Lys Asn Gly Asn Phe Glu Met Ser Gly Val Asn Gin Lys 
435 440 445 



lie Pro Phe Asp He His Cys Met Arg He Tyr Val Thr Lys Thr Gin 
450 455 460 



Lys Glu Trp Leu He He Arg Ser He Ser He Trp Thr Ser 
465 470 475 



<210> 9 

<211> 1005 

<212> DNA 

<213> Homo sapiens 

<400> 9 

atggactcgg ccctcagcga tccgcataac ggcagtgccg aggcaggcgg ccccaccaac 60 

agcactacgc ggccgccttc cacgcccgag ggcatcgcgc tggcctacgg cagcctcctg 120 

ctcatggcgc tgctgcccat cttcttcggc gccctgcgct ccgtacgctg cgcccgcggc 180 

aagaatgctt cagacatgcc tgaaacaatc accagccggg atgccgcccg cttccccatc 240 

atcgccagct gcacactctt ggggctctac ctctttttca aaatattctc ccaggagtac 3 00 

atcaacctcc tgctgtccat gtatttcttc gtgctgggaa tcctggccct gtcccacacc 3 60 

atcagcccct tcatgaataa gttttttcca gccagctttc caaatcgaca gtaccagctg 420 
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ctcttcacac agggttctgg ggaaaacaag gaagagatca tcaattatga atttgacacc 480 

aaggacctgg tgtgcctggg cctgagcagc atcgttggcg tctggtacct gctgaggaag 540 

gtatttggca ccaatgtgat ggtgacagtg gccaagtcct tcgaggcacc aataaaattg 600 

gtgtttcccc aggatctgct ggagaaaggc ctcgaagcaa acaactttgc catgctggga 660 

cttggagatg tcgtcattcc agggatcttc attgccttgc tgctgcgctt tgacatcagc 720 

ttgaagaaga atacccacac ctacttctac accagctttg cagcctacat cttcggcctg 780 

ggccttacca tcttcatcat gcacatcttc aagcatgctc agcctgccct cctatacctg 840 

gtccccgcct gcatcggttt tcctgtcctg gtggcgctgg ccaagggaga agtgacagag 900 

atgttcagtt atgaggagtc aaatcctaag gatccagcgg cagtgacaga atccaaagag 960 

ggaacagagg catcagcatc gaaggggctg gagaagaaag agaaa 1005 



<210> 10 

<211> 1486 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_f eature 

<223> Clone OA004b derived from T98G cell 



<220> 

<221> CDS 

<222> (117) . . (1121) 
<400> 10 

cacgtcactt cctgttgcct taggggaacg tggctttccc tgcagagccg gtgtctccgc 60 

ctgcgtccct gctgcagcaa ccggagctgg agtcggatcc cgaacgcacc ctcgcc atg 119 

Met 
1 

gac teg gec etc age gat ccg cat aac ggc agt gee gag gca ggc ggc 167 
Asp Ser Ala Leu Ser Asp Pro His Asn Gly Ser Ala Glu Ala Gly Gly 
5 10 15 

ccc ace aac age act acg egg ccg cct tec acg ccc gag ggc ate gcg 215 
Pro Thr Asn Ser Thr Thr Arg Pro Pro Ser Thr Pro Glu Gly lie Ala 
20 25 30 

ctg gee tac ggc age etc ctg etc atg gcg ctg ctg ccc ate ttc ttc 263 
Leu Ala Tyr Gly Ser Leu Leu Leu Met Ala Leu Leu Pro lie Phe Phe 
35 40 45 
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ggc gcc ctg cgc tec gta cgc tgc gec cgc ggc aag aat get tea gac 311 
Gly Ala Leu Arg Ser Val Arg Cys Ala Arg Gly Lys Asn Ala Ser Asp 
50 55 60 65 

atg cct gaa aca ate acc age egg gat gcc gcc cgc ttc ccc ate ate 359 
Met Pro Glu Thr lie Thr Ser Arg Asp Ala Ala Arg Phe Pro lie lie 
70 75 80 

gcc age tgc aca etc ttg ggg etc tac etc ttt ttc aaa ata ttc tec 407 
Ala Ser Cys Thr Leu Leu Gly Leu Tyr Leu Phe Phe Lys lie Phe Ser 
85 90 95 

cag gag tac ate aac etc ctg ctg tec atg tat ttc ttc gtg ctg gga 455 
Gin Glu Tyr lie Asn Leu Leu Leu Ser Met Tyr Phe Phe Val Leu Gly 
100 105 110 

ate ctg gcc ctg tec cac acc ate age ccc ttc atg aat aag ttt ttt 503 
lie Leu Ala Leu Ser His Thr lie Ser Pro Phe Met Asn Lys Phe Phe 
115 120 125 

cca gcc age ttt cca aat cga cag tac cag ctg etc ttc aca cag ggt 551 
Pro Ala Ser Phe Pro Asn Arg Gin Tyr Gin Leu Leu Phe Thr Gin Gly 
130 135 140 145 

tct ggg gaa aac aag gaa gag ate ate. -aat tat gaa ttt gac acc aag 599 
Ser Gly Glu Asn Lys Glu Glu lie lie Asn Tyr Glu Phe Asp Thr Lys 
150 155 160 

gac ctg gtg tgc ctg ggc ctg age age ate gtt ggc gtc tgg tac ctg 647 
Asp Leu Val Cys Leu Gly Leu Ser Ser He Val Gly Val Trp Tyr Leu 
165 170 175 

ctg agg aag gta ttt ggc acc aat gtg atg gtg aca gtg gcc aag tec 695 
Leu Arg Lys Val Phe Gly Thr Asn Val Met Val Thr Val Ala Lys Ser 
180 185 190 

ttc gag gca cca ata aaa ttg gtg ttt ccc cag gat ctg ctg gag aaa 743 
Phe Glu Ala Pro He Lys Leu Val Phe Pro Gin Asp Leu Leu Glu Lys 
195 200 205 

ggc etc gaa gca aac aac ttt gcc atg ctg gga ctt gga gat gtc gtc 791 
Gly Leu Glu Ala Asn Asn Phe Ala Met Leu Gly Leu Gly Asp Val Val 
210 215 220 225 

att cca ggg ate ttc att gcc ttg ctg ctg cgc ttt gac ate age ttg 83 9 

He Pro Gly He Phe He Ala Leu Leu Leu Arg Phe Asp He Ser Leu 
230 235 240 

aag aag aat acc cac acc tac ttc tac acc age ttt gca gcc tac ate 887 
Lys Lys Asn Thr His Thr Tyr Phe Tyr Thr Ser Phe Ala Ala Tyr He 
245 250 255 

ttc ggc ctg ggc ctt acc ate ttc ate atg cac ate ttc aag cat get 935 
Phe Gly Leu Gly Leu Thr He Phe He Met His He Phe Lys His Ala 
260 265 270 
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cag cct gcc etc eta tac ctg gtc ccc gec tgc ate ggt ttt cct gtc 983 
Gin Pro Ala Leu Leu Tyr Leu Val Pro Ala Cys lie Gly Phe Pro Val 
275 280 285 

c tg gtg gcg ctg gcc aag gga gaa gtg aca gag atg ttc agt tat gag 1031 
Leu Val Ala Leu Ala Lys Gly Glu Val Thr Glu Met Phe Ser Tyr Glu 
290 295 300 " 305 

gag tea aat cct aag gat cca gcg gca gtg aca gaa tec aaa gag gga 1079 
Glu Ser Asn Pro Lys Asp Pro Ala Ala Val Thr Glu Ser Lys Glu Gly 
310 315 320 

aca gag gca tea gca teg aag ggg ctg gag aag aaa gag aaa 112 1 
Thr Glu Ala Ser Ala Ser Lys Gly Leu Glu Lys Lys Glu Lys 
325 330 335 

tgatgegget ggtgcccgag cctctcaggg ccagaccaga cagatggggg ctgggcccac 1181 

acaggcgtgc aceggtagag ggcacaggag gecaagggea gctccaggac agggcagggg 1241 

gcagcaggat acctccagcc aggectctgt ggcctctgtt tccttctccc tttcttggcc 1301 

ctcctctgct cctccccaca ccctgcaggc aaaagaaacc cccagcttcc cccctccccg 1361 

ggagccaggt gggaaaagtg ggtgtgattt ttagattttg tattgtggac tgattttgee 1421 

tcacattaaa aactcatccc atggccaggg cgggccactg tgctcctgaa aaaaaaaaaa 14 81 

aaaaa 14 86 



<210> 11 

<211> 335 

<212> PRT 

<213> Homo sapiens 

<220> 

< 2 2 1 > mis c_f ea t ur e 

<223> Clone OA004b derived from T98G cell 

<400> 11 

Met Asp Ser Ala Leu Ser Asp Pro His Asn Gly Ser Ala Glu Ala Gly 
1 5 10 15 



Gly Pro Thr Asn Ser Thr Thr Arg Pro Pro Ser Thr Pro Glu Gly lie 
20 25 30 



Ala Leu Ala Tyr Gly Ser Leu Leu Leu Met Ala Leu Leu Pro lie Phe 
35 40 45 
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Phe Gly Ala Leu Arg Ser Val Arg Cys Ala Arg Gly Lys Asn Ala Ser 
50 55 60 

Asp Met Pro Glu Thr He Thr Ser Arg Asp Ala Ala Arg Phe Pro He 
65 70 75 80 

He Ala Ser Cys Thr Leu Leu Gly Leu Tyr Leu Phe Phe Lys He Phe 
85 90 95 

Ser Gin Glu Tyr He Asn Leu Leu Leu Ser Met Tyr Phe Phe Val Leu 
100 105 110 ' 

Gly He Leu Ala Leu Ser His Thr He Ser Pro Phe Met Asn Lys Phe 
115 120 X25 

Phe Pro Ala Ser Phe Pro Asn Arg Gin Tyr Gin Leu Leu Phe Thr Gin 
130 135 140 

Gly Ser Gly Glu Asn Lys Glu Glu He He Asn Tyr Glu Phe Asp Thr 
145 ISO 155 160 

Lys Asp Leu Val Cys Leu Gly Leu Ser Ser He Val Gly Val Trp Tyr 
165 170 ' 175 

Leu Leu Arg Lys Val Phe Gly Thr Asn Val Met Val Thr Val Ala Lys 
180 185 190 

Ser Phe Glu Ala Pro He Lys Leu Val Phe Pro Gin Asp Leu Leu Glu 
195 200 205 

Lys Gly Leu Glu Ala Asn Asn Phe Ala Met Leu Gly Leu Gly Asp Val 
210 215 220 

Val He Pro Gly He Phe He Ala Leu Leu Leu Arg Phe Asp He Ser 
225 230 235 ~ 240 

Leu Lys Lys Asn Thr His Thr Tyr Phe Tyr Thr Ser Phe Ala Ala Tyr 
245 250 255 

He Phe Gly Leu Gly Leu Thr He Phe He Met His He Phe Lys His 
260 265 270 
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Ala Gin Pro Ala Leu Leu Tyr Leu Val Pro Ala Cys lie Gly Phe Pro 
275 280 285 



Val Leu Val Ala Leu Ala Lys Gly Glu Val Thr Glu Met Phe Ser Tyr 
290 295 300 

Glu Glu Ser Asn Pro Lys Asp Pro Ala Ala Val Thr Glu Ser Lys Glu 
305 310 315 320 

Gly Thr Glu Ala Ser Ala Ser Lys Gly Leu Glu Lys Lys Glu Lys 
325 330 335 

<210> 12 

<211> 1080 

<212> DNA 

<213> Homo sapiens 



<400> 12 



atgaggtgga 


tactgttcat 


tggggccctt 


attgggtcca 


gcatctgtgg 


ccaagaaaaa 


60 


ttttttgggg 


accaagtttt 


taggattaat 


gtcagaaatg 


gagacgagat 


cagcaaattg 


120 


agtcaactag 


tgaattcaaa 


caacttgaag 


ctcaatttct 


ggaaatctcc 


ctcctccttc 


180 


aatcggcctg 


tggatgtcct 


ggtcccatct 


gtcagtctgc 


aggcatttaa 


atccttcctg 


240 


agatcccagg 


gcttagagta 


cgcagtgaca 


attgaggacc 


tgcaggccct 


tttagacaat 


300 


gaagatgatg 


aaatgcaaca 


caatgaaggg 


caagaacgga 


gcagtaataa 


cttcaactac 


360 


ggggcttacc 


attccctgga 


agctatttac 


cacgagatgg 


acaacattgc 


cgcagacttt 


420 


cctgacctgg 


cgaggagggt 


gaagattgga 


cattcgtttg 


aaaaccggcc 


gatgtatgta 


480 


ctgaagttca 


gcactgggaa 


aggcgtgagg 


cggccggccg 


tttggctgaa 


tgcaggcatc 


540 


cattcccgag 


agtggatctc 


ccaggccact 


gcaatctgga 


cggcaaggaa 


gattgtatct 


600 


gattaccaga 


gggatccagc 


tatcacctcc 


atcttggaga 


aaatggatat 


tttcttgttg 


660 


cctgtggcca 


atcctgatgg 


atatgtgtat 


actcaaactc 


aaaaccgatt 


atggaggaag 


720 


acgcggtccc 


gaaatcctgg 


aagctcctgc 


attggtgctg 


acccaaatag 


aagctggaac 


780 


gctagttttg 


caggaaaggg 


agccagcgac 


aacccttgct 


ccgaagtgta 


ccatggaccc 


840 


cacgccaatt 


cggaagtgga 


ggtgaaatca 


gtggtagatt 


tcatccaaaa 


acatgggaat 


900 


ttcaagtgct 


tcatcgacct 


gcacagctac 


tcgcagctgc 


tgatgtatcc 


atatgggtac 


960 
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tcagtcaaaa aggccccaga tgccgaggaa ctcgacaagg tggcgaggct tgcggccaaa 1020 
gctctggctt ctgtgtcggg cactgagtac caagtgggtc ccacctgcac cactgtctta 1080 



<210> 13 

<211> 3156 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_f eature 

<223> Clone OAF075b derived from human bone marrow stroma cell HAS303 



<220> 

<221> CDS 

<222> (11) . . (1090) 

<220> 

<221> sig_peptide 

<222> (11) . . (58) 

<220> 

<221> mat_peptide 

<222> (59) . . () 



<400> 13 

ccccggggac atg agg tgg ata ctg ttc att ggg gcc ctt att ggg tec 4 9 

Met Arg Trp He Leu Phe He Gly Ala Leu He Gly Ser 

-15 -10 -5 

age ate tgt ggc caa gaa aaa ttt ttt ggg gac caa gtt ttt agg att 97 
Ser He Cys Gly Gin Glu Lys Phe Phe Gly Asp Gin Val Phe Arg lie 
-11 5 10 

aat gtc aga aat gga gac gag ate age aaa ttg agt caa eta gtg aat 14 5 

Asn Val Arg Asn Gly Asp Glu He Ser Lys Leu Ser Gin Leu Val Asn 
15 20 25 

tea aac aac ttg aag etc aat ttc tgg aaa tct ccc tec tec ttc aat 193 
Ser Asn Asn Leu Lys Leu Asn Phe Trp Lys Ser Pro Ser Ser Phe Asn 
30 35 40 45 

egg cct gtg gat gtc ctg gtc cca tct gtc agt ctg cag gca ttt aaa 241 
Arg Pro Val Asp Val Leu Val Pro Ser Val Ser Leu Gin Ala Phe Lys 
50 55 60 

tec ttc ctg aga tec cag ggc tta gag tac gca gtg aca att gag gac 28 9 

Ser Phe Leu Arg Ser Gin Gly Leu Glu Tyr Ala Val Thr He Glu Asp 
65 70 75 

ctg cag gcc ctt tta gac aat gaa gat gat gaa atg caa cac aat gaa 337 
Leu Gin Ala Leu Leu Asp Asn Glu Asp Asp Glu Met Gin His Asn Glu 
80 85 90 



20 



i 



ggg caa gaa egg age agt aat aac ttc aac tac ggg get tac cat tec 385 
Gly Gin Glu Arg Ser Ser Asn Asn Phe Asn Tyr Gly Ala Tyr His Ser 
95 100 105 

ctg gaa get att tac cac gag atg gac aac att gec gca gac ttt cct 433 
Leu Glu Ala He Tyr His Glu Met Asp Asn He Ala Ala Asp Phe Pro 
110 115 120 ^ 125 

gac ctg gcg agg agg gtg aag att gga cat teg ttt gaa aac egg ccg 481 
Asp Leu Ala Arg Arg Val Lys He Gly His Ser Phe Glu Asn Arg Pro 
130 135 140 

atg tat gta ctg aag ttc age act ggg aaa ggc gtg agg egg ccg gee 52 9 

Met Tyr Val Leu Lys Phe Ser Thr Gly Lys Gly Val Arg Arg Pro Ala 
145 150 155 

gtt tgg ctg aat gca ggc ate cat tec cga gag tgg ate tec cag gee 577 
Val Trp Leu Asn Ala Gly He His Ser Arg Glu Trp He Ser Gin Ala 
160 165 170 

act gca ate tgg acg gca agg aag att gta tct gat tac cag agg gat 625 
Thr Ala He Trp Thr Ala Arg Lys He Val Ser Asp Tyr Gin Arg Asp 
175 180 185 

cca get ate acc tec ate ttg gag aaa atg gat att ttc ttg ttg cct 673 
Pro Ala He Thr Ser He Leu Glu Lys Met Asp He Phe Leu Leu Pro 
190 195 200 205 

gtg gee aat cct gat gga tat gtg tat act caa act caa aac cga tta 721 
Val Ala Asn Pro Asp Gly Tyr Val Tyr Thr Gin Thr Gin Asn Arg Leu 
210 215 220 

tgg agg aag acg egg tec cga aat cct gga age tec tgc att ggt get 769 
Trp Arg Lys Thr Arg Ser Arg Asn Pro Gly Ser Ser Cys He Gly Ala 
225 230 235 

gac cca aat aga age tgg aac get agt ttt gca gga aag gga gee age 817 
Asp Pro Asn Arg Ser Trp Asn Ala Ser Phe Ala Gly Lys Gly Ala Ser 
240 245 250 

gac aac cct tgc tec gaa gtg tac cat gga ccc cac gee aat teg gaa 865 
Asp Asn Pro Cys Ser Glu Val Tyr His Gly Pro His Ala Asn Ser Glu 
255 260 265 

gtg gag gtg aaa tea gtg gta gat ttc ate caa aaa cat ggg aat ttc 913 
Val Glu Val Lys Ser Val Val Asp Phe He Gin Lys His Gly Asn Phe 
270 275 280 * 285 

aag tgc ttc ate gac ctg cac age tac teg cag ctg ctg atg tat cca 961 
Lys Cys Phe He Asp Leu His Ser Tyr Ser Gin Leu Leu Met Tyr Pro 
290 295 300 

tat ggg tac tea gtc aaa aag gee cca gat gee gag gaa etc gac aag 1009 
Tyr Gly Tyr Ser Val Lys Lys Ala Pro Asp Ala Glu Glu Leu Asp Lys 
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305 310 315 

gtg gcg agg ctt gcg gcc aaa get ctg get tct gtg teg ggc act gag 1057 

Val Ala Arg Leu Ala Ala Lys Ala Leu Ala Ser Val Ser Gly Thr Glu 
320 325 330 



tac caa gtg ggt ccc ace tgc acc act gtc tta taaactgeca aaactgggag 1110 
Tyr Gin Val Gly Pro Thr Cys Thr Thr Val Leu 
335 340 



atactcatca 


gattgetcca 


acagaagagg 


aggaaggctc 


tcccgagggc 


tgtccaggag 


1170 


acataaaatt 


tctacctttt 


cttttctttt 


tgaaatggag 


tttcgtttcg 


ctcttgttgc 


1230 


ccaggctgga 


gtgcaatggc 


gtgatctcca 


ctcatcgcaa 


cttccgcctc 


ccaggttcaa 


1290 


gcgattcccc 


tgcctcagcc 


tcccgagtaa 


ctgggattat 


aggcatgtgc 


cccaccccca 


1350 


actaattttt 


gtatttttag 


tagagatggg 


gtttctccat 


gttggtcagt 


ctggtcttga 


1410 


gctcccgacc 


tcaggtgatc 


tgcccgcctc 


ggcctctcaa 


agtgctggga 


ttacaggcgt 


1470 


gagccacagc 


acccggccaa 


aatgtccacc 


ttttctaaga 


gcccatcttc 


catattcttt 


1530 


ataggecttg 


tctgtccttg 


ttttttcaaa 


aaaaaaacaa 


tcaatttttg 


tataatagca 


1590 


ctctatccaa 


cgccataggt 


tatggtgtgt 


gctacataca 


cagtcgacgt 


ttgtcctttc 


1650 


aagtgctggg 


ccttttccta 


gatcgecatt 


ttagaggaaa 


ataattctaa 


aatggatttt 


1710 


acactcttct 


gecttctaaa 


acagagcatg 


gagaagagat 


ttaagcccct 


tttttcatgg 


1770 


ttaagtgtac 


ttctcaacct 


cagttegtat 


atgetaaagg 


cctactctgc 


cgtcttggac 


1830 


tgtttggacc 


ttctgctaaa 


tgatcctggc 


ctgttttcct 


tcttgtgttt 


gctttgtaga 


1890 


gttttgtgtc 


tcctttctcc 


tgccagactg 


tcagcagtag 


cttgtattgc 


ttcaggccaa 


1950 


cagcctctag 


caaccctttc 


ccctcctctt 


cactgattct 


gctccaggaa 


gggcttggaa 


2010 


acaagttctt 


tgggttcatc 


tgacttgtgg 


ataacacagt 


ttcatgtact 


ttttgtagtt 


2070 


cataagegtg 


gtgattgggt 


tttcacgctc 


atgtgtgaca 


tatgccttcc 


tccaattttg 


2130 


ttacaatgtt 


ggtgcgttac 


ccatcagaca 


tgggggaaga 


aagggtgttc 


atgacagcat 


2190 


tatccatagt 


tacaaaagac 


atgtacaggg 


gecaagggaa 


aacttcccct 


ttgccttctg 


2250 


aaggttcatt 


gaaaaatcaa 


ctgaccaaag 


gcagatcgat 


aggagaaaag 


gcatacaaaa 


2310 


ttttatttta 


gtgtgcatgg 


cacaggggaa 


tcacaggaga 


atgatttccc 


aataacccaa 


2370 


tggggcacag 


aagcttgtat 


accctttttc 


atacaggagg 


gaggagatgt 


atggactggg 


2430 


gaggtgggag 


gcagatatta 


caggaaggtg 


aggggeggag 


ctgtacagga 


acaaagcttg 


2490 



22 





«■"» /■» "1 f— ^ 

CaydLddagC 


cc uccaggcd 


acccccL gg a 


gctgc tc tea 


yddyddCdyd 


9 ^ ^ r» 

Z D D U 


uy a. cty l. v~ 




Uy a Ly aL LLt 


pan!" f" t~ f ;a t~ p* 


t* pf* f~ p" 1 1~ nn t~ n 

UtLLLLyy 


nt- f- 1- ahrh t* ^ 


^ O J. V/ 




i_ y a. ^ y dy u ^ l 


v_ Layyy ayy 


nt~ot* t~ f*aana 
y *- y ^— L- U- ci cty ct 


P" , ;aal _ t~np , at _ t~ 


LL L L L Uyy oa 


^ D / U 




t~ t~ on t~ n t~ 
L. uyy LL.aya i_ 


n ;a nn ;3 a ^ t" t~ t~ 
yctyyoicict i_- l, i_ 


k_ ct ci ct y a. v_, ct y • 


3 /"« 3 f~T 1" PPP j" P 




9 7 1 O 


9 C 99<-9999 C 


ayy ^■ ci, -yyyy 


a araarfaanl" 
clclv_ ctciy cicxy L- 


i_ ci y ay y y <x t \~ 


u tyy l. '-^•yyy 


yy-yy 1 - l 




gayyyccc uc 


dyLdty t-Lad 


daL-a LLdy LU 


\- f- t-nnnat-at* 
ui-i_yyydU.dL 


p > a/"*t - 't~ t~ p -1 f~ n a 


n p"» p* /"* p"* a a P" , p* , p» 
yt^L-v_-v_ClCll_V-v— 


ft n 


f~ t-/Tf- a arTf-<~rf- 
LCytaogLgt. 




taCL Ldydyd 


a f-pipa p^pt at*a 

duycdyydLd 


ddLdCdCaC U 


f- /-rP~T t~ riP aff*p 

^-99 tyCot 


z y x u 


cL \_ d t~ d ct (_ y L. d 


y^dL. Ldty y a. 


nn/^n^t^aaa fr" 
y CL^L UdddL 


ydduydyyud 


ydtL-Ldty Ly 


p*r p"» a a a a /~m 

i_y i— ucidciciyy 




gaatactcac 


caattgttaa 


ttgaaaaata 


catgtgcaga 


acagcgttaa 


tagtgtgttc 


3030 


ccattttttg 


ttgttgttat 


tgtttttaaa 


gagtaggtag 


actttcagca 


gggacccaaa 


3090 


taaagtgaag 


tttacaaact 


tcgtcatttt 


gactgaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


3150 


aaaaaa 












3156 



<210> 14 

<211> 360 

<212> PRT 

<213> Homo sapiens 

<220> 

<221> misc__f eature 

<223> Clone OAF075b derived from human bone marrow stroma cell HAS3 03 
<400> 14 

Met Arg Trp lie Leu Phe lie Gly Ala Leu lie Gly Ser Ser lie Cys 
-15 -10 -5 -1 



Gly Gin Glu Lys Phe Phe Gly Asp Gin Val Phe Arg lie Asn Val Arg 
15 10 15 



Asn Gly Asp Glu lie Ser Lys Leu Ser Gin Leu Val Asn Ser Asn Asn 
20 25 30 



Leu Lys Leu Asn Phe Trp Lys Ser Pro Ser Ser Phe Asn Arg Pro Val 
35 40 45 



Asp Val Leu Val Pro Ser Val Ser Leu Gin Ala Phe Lys Ser Phe Leu 
50 55 60 



23 



Arg Ser Gin Gly Leu Glu Tyr Ala Val Thr He Glu Asp Leu Gin Ala 
65 70 75 80 



Leu Leu Asp Asn Glu Asp Asp Glu Met Gin His Asn Glu Gly Gin Glu 
85 90 95 



Arg Ser Ser Asn Asn Phe Asn Tyr Gly Ala Tyr His Ser Leu Glu Ala 
100 105 110 

He Tyr His Glu Met Asp Asn He Ala Ala Asp Phe Pro Asp Leu Ala 
115 120 125 



Arg Arg Val Lys He Gly His Ser Phe Glu Asn Arg Pro Met Tyr Val 
130 135 140 



Leu Lys Phe Ser Thr Gly Lys Gly Val Arg Arg Pro Ala Val Trp Leu 
14 5 150 155 160 



Asn Ala Gly He His Ser Arg Glu Trp He Ser Gin Ala Thr Ala He 
165 170 175 



Trp Thr Ala Arg Lys lie Val Ser Asp Tyr Gin Arg Asp Pro Ala lie 
180 185 190 



Thr Ser He Leu Glu Lys Met Asp lie Phe Leu Leu Pro Val Ala Asn 
195 200 205 



Pro Asp Gly Tyr Val Tyr Thr Gin Thr Gin Asn Arg Leu Trp Arg Lys 
210 215 220 



Thr Arg Ser Arg Asn Pro Gly Ser Ser Cys lie Gly Ala Asp Pro Asn 
225 230 235 240 

Arg Ser Trp Asn Ala Ser Phe Ala Gly Lys Gly Ala Ser Asp Asn Pro 
245 250 255 



Cys Ser Glu Val Tyr His Gly Pro His Ala Asn Ser Glu Val Glu Val 
260 265 270 

Lys Ser Val Val Asp Phe He Gin Lys His Gly Asn Phe Lys Cys Phe 



24 



i 



275 280 285 



lie Asp Leu His Ser Tyr Ser Gin Leu Leu Met Tyr Pro Tyr Gly Tyr 
290 295 300 



Ser Val Lys Lys Ala Pro Asp Ala Glu Glu Leu. Asp Lys Val Ala Arg 
305 310 315 320 



Leu Ala Ala Lys Ala Leu Ala Ser Val Ser Gly Thr Glu Tyr Gin Val 
325 330 335 



Gly Pro Thr Cys Thr Thr Val Leu 
340 



<210> 


15 


<211> 


35 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Primer 


<220> 




<221> 


misc_f eature 


<223> 


n can be any nucleotide 


<400> 


15 


cgattgaatt ctagacctgc ctcgagnnnn 


<210> 


16 


<211> 


27 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Primer OC001-F1 


<400> 


16 


gtccttcagc aaaacagtgg atttaaa 


<210> 


17 


<211> 


27 


<212> 


DNA 


<213> 


Artificial 


<220> 




<223> 


Primer OM237-F1 



35 



27 



2 5 



<400> 17 

ccagaaagca cagccctgat tctgcgt 



<210> 18 

<211> 24 

<212> DNA 

<213> Artificial 

<220> 

<223> Primer OA004-F1 
<220> 

<221> modif ied_base 

<222> (1) . . (1) 

<223> biotin conjugated base 



<400> 18 

atgcacatct tcaagcatgc tcag 



<210> 19 

<211> 27 

<212> DNA 

<213> Artificial 

<220> 

<223> Primer OAF075-F1 



<400> 19 

ccccggggac atgaggtgga tactgtt 



